A method for identification of vaginal epithelial microflora by the analysis of 16S ribosomal RNA gene.
Analysis of 16S ribosomal RNA gene was carried out in 2 DNA samples isolated from vaginal epithelial smears from women suffering from bacterial vaginosis. The composition of vaginal epithelial microbiocenosis in bacterial vaginosis was determined and its significant difference from normocenosis was shown. A laboratory protocol for identification of vaginal epithelial microflora was developed on the basis of 16S ribosomal RNA gene analysis.